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Abstract
Recent results showed that certain DEAD box protein RNA helicases, DDX3 and DDX1, play an
important role in the HIV infection cycle by facilitating the export of long, singly spliced or unspliced
HIV RNAs from the nucleus via the CRM1-Rev pathway. Close examination of an extensive
microarray expression profiling dataset obtained from cells latently infected with HIV induced to
undergo lytic viral replication indicated that additional DEAD box proteins, beyond DDX3 and
DDX1, exhibit differential expression during lytic HIV replication, and in latently infected cells prior
to induction into active replication. This finding provides additional evidence that the involvement
of DEAD box proteins and other RNA-binding proteins may play roles in active HIV replication
and in the control of viral latency. Agents targeting these functions may offer new approaches to
antiretroviral therapy and the therapeutic manipulation of HIV latency.
Findings
The DEAD box proteins, a family of RNA helicases con-
taining the conserved amino acid motif Asp-Glu-Ala-Asp
(D-E-A-D in the single letter amino acid code), play an
essential role in many aspects of cellular RNA metabolism
(reviewed in [1,2]), including RNA transport, transcrip-
tion, spliceosome function, ribosome assembly, the initi-
ation of translation, and RNA degradation. The HIV Rev
protein regulates a key aspect of the HIV replication cycle
by mediating the switch between the early pattern of HIV
gene expression, in which short, multiply spliced mes-
sages encoding the viral regulatory genes Tat, Rev, and Nef
are exported from the nucleus, and the late pattern of viral
gene expression in which larger singly spliced and
unspliced messages that encode the viral structural pro-
teins and that constitute the RNA genomes of progeny vir-
ions are exported from the nucleus [3-5]. Recent work,
reviewed in reference [6], from the Jeang [7] and Pomer-
antz [8] laboratories implicate the DDX3 and DDX1
DEAD box proteins as additional critical co-factors for the
Rev-mediated export of the long HIV singly spliced and
unspliced mRNAs.
In a directed analysis of a large data set, which describes
global changes in cellular gene patterns before and after a
latently infected cell line was induced into active viral rep-
lication [9], we found that genes encoding many DEAD
box proteins, and other RNA and DNA binding and mod-
ification proteins, in addition to DDX3 and DDX1,
showed differential regulation, suggesting that HIV repli-
cation may be associated with generalized changes in the
expression of many DEAD box proteins and other RNA
binding proteins.
Yedavalli et al. [7] identified DDX3 in a differential dis-
play-based screen for cellular messages upregulated in the
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presence of HIV Tat. They found that DDX3 binds the
nuclear export protein CRM1, which is essential for
nuclear export mediated by the HIV Rev protein [10,11],
shuttles between the cytoplasm and nucleus, facilitates
the nuclear export of RRE-containing RNA in the presence
of Rev, and advances HIV replication. Fang et al. [8] iden-
tified DDX1 in a two hybrid screen as a Rev- and RRE-
binding protein that enhanced HIV replication, improved
the expression of RRE-containing RNA, and modified the
subcellular distribution of Rev from a predominantly
nuclear to a predominantly cytoplasmic distribution.
Our work on large scale expression profiling in HIV
actively and latently infected cells has been guided by the
hypothesis that there is one set of cellular conditions
which is ideal for normal cellular growth and homeosta-
sis, that there is another set of conditions which may be
better suited to supporting viral replication, and that HIV
has evolved ways of altering the host cell so as to better
support viral replication. An interesting corollary of the
hypothesis is that targeting the products of the differen-
tially expressed genes may inhibit viral replication by
making the host cell environment less hospitable to viral
replication (reviewed in [12,13]). Several laboratories
have conducted large scale expression profiling studies
investigating changes in cellular gene expression during
HIV replication [14-16], and have, in some cases, identi-
fied new potential targets for antiviral therapy. The obser-
vations that altering the intracellular environment by, for
example, targeting kinases involved in signal transduction
and cell cycle regulation inhibits HIV replication lends
additional support for this hypothesis [17,18]. Investiga-
tors studying other viruses, for example Kaposi's sarcoma-
associated herpesvirus, have also noted changes in host
cell gene expression patterns that accompany infection
and transformation [19,20], and have identified targets
for potential therapeutic intervention based on those
studies. In examining our data, we therefore try to note
interesting and potentially targetable host cell genes that
show alterations in expression during HIV replication and
latency. In our earlier study, we identified cellular genes
encoding proteins that constituted new targets for agents
aimed at activating latently infected cells into active viral
replication [9]. In our initial examination of our dataset,
among the several classes of genes showing discrete, tem-
porally-dependent changes in expression during lytic rep-
lication, we noticed that several DDX genes and genes
encoding other factors involved in RNA metabolism were
differentially expressed. However, prior to the work by
Yedavalli et al. and Fang et al., we had no clear sense of
how the differential expression of those genes might con-
tribute to facilitating HIV replication. Those recent studies
prompted us to undertake a more detailed analysis of our
data.
In our study, we compared RNA samples obtained from
HIV latently infected cell lines prior to induction of active
replication by the integrated HIV-1 provirus and follow-
ing such induction with phorbol myristyl acetate (PMA).
We profiled ACH-2 cells treated with PMA side by side
with similarly treated HIV-1 naïve parental A3.01 cells to
assess differential cellular gene expression patterns associ-
ated with HIV lytic replication. The dataset was generated
from samples obtained from three independent biologi-
cal replicate experiments and at least two microarray
hybridizations were done for each time point from each
biological replicate (for a minimum of 6 microarrays per
time point). A detailed description of the cell culture,
induction, RNA isolation, and microarray labeling and
hybridization methods are contained in reference [9]. Fol-
lowing microarray data acquisition, data were analyzed
using commercial (GenePix Pro software, Axon Instru-
ments) and in-house software (microarray database sys-
tem (mAdb), hosted by Center for Information
Technology, NIH). Using BRB -ArrayTools http://
linus.nci.nih.gov/BRB-ArrayTools, the data were subjected
to statistical analyses using univariate parametric and
multivariate permutation analyses, based on the one sam-
ple random variance t-statistic, where significance was
based on P < 0.001 and the proportion of false discoveries
was limited to 0.10 with a 90% confidence level. 1740
genes showed differential gene expression at a minimum
of one timepoint during lytic replication. Hierarchical
clustering analyses were performed using mAdb clustering
tools, as well as Treeview http://rana.lbl.gov/EisenSoft
ware.htm. Since the data was obtained from latently
infected cell lines, there may be some concern that
infected primary cells may behave in a somewhat different
fashion. However, the advantages of using latently
infected cell lines are significant: Activation into active
replication is reasonably synchronous and includes essen-
tially all the cells, so that the signal from the cells support-
ing active replication is not diluted by the signal from
uninfected cells or cells with virus at different stages of
viral replication. Also, the signal comes only from infected
cell and not from cells responding to effects from the
exposure to very large numbers of defective viral particles
that are in high multiplicity of infection inocula.
Figure 1 shows the expression patterns for genes encoding
DEAD box proteins, and other genes encoding RNA heli-
cases and RNA binding proteins, as assigned by the gene
ontology database http://www.geneontology.org[21]. We
found that a number of DEAD-box proteins were signifi-
cantly up regulated (P < 0.001) immediately following
induction (0.5 hr post induction p.i). These included
DDX10, a DEAD box protein with expression in many tis-
sues having tumorigenic activity when fused to the nucle-
oporin NUP98 [22,23], DDX21, a DEAD-box protein
originally identified as a nucleolar protein thought to beRetrovirology 2004, 1:42 http://www.retrovirology.com/content/1/1/42
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A compilation of the expression profiles of genes with known or putative involvement in RNA binding, transport or splicing  before and after latently infected ACH-2 cells were induced into active replication Figure 1
A compilation of the expression profiles of genes with known or putative involvement in RNA binding, transport or splicing 
before and after latently infected ACH-2 cells were induced into active replication. Panel A shows selected genes involved in 
RNA metabolism that were differentially expressed during active replication in the infected cells (ACH-2 cells) at 0.5–8 hr 
post-induction (p.i.) compared to similarly induced, parental uninfected A3.01 cells. Panel B shows gene expression profiles of 
a subset of DEAD-box proteins, following induction into active replication, of the genes displayed in panel A. Only genes that 
passed the criteria for statistical significance (P < 0.001) for the 0.5–8 hr p.i. time period (but not for other time periods) are 
shown. Panel C shows the expression profiles of genes encoding DDX18 and DDX39, which were up regulated during viral 
latency and during latency and early lytic replication. Panel D shows the expression profile of genes encoding ABC transporter 
proteins. The bottom of the figure shows a scale indicating the color values corresponding to the expression ratio in HIV 
infected/HIV uninfected cells for the differential expression of each gene shown in the figure at the different time points. Panel 
E is a graphical representation of the expression patterns observed in the selected DEAD-box proteins showing fold change in 
gene expression over corresponding controls.Retrovirology 2004, 1:42 http://www.retrovirology.com/content/1/1/42
Page 4 of 5
(page number not for citation purposes)
involved in ribosomal RNA metabolism[24], DDX23, a
DEAD box protein first identified in U5 SnRNPs with sig-
nificant homology to the yeast Prp28p splicing factor[25],
and  DDX52, a human DEAD box protein identified
through its homologies to a yeast gene [26].
Other genes encoding proteins with RNA splicing/binding
and RNA transport activity were also up regulated during
this period, including the methylated mRNA cap binding
proteins EIF4G1 [27] and NCBP1 (CBP80) [28], which
function in translation initiation and may also be
involved in mediating nuclear export of RNA. In addition,
genes encoding other proteins involved in nucleic acid-
protein interactions were also upregulated, such as mem-
bers of the SWI/SNF family of ATP-dependent chromatin
remodeling factors involved in cell cycle control and the
regulation of gene expression, SMARCA2 and SMARCA5
[29,30]. Another class of genes that shows differential
expression during the early time period (0.5–8 hr p.i.) are
the genes encoding the ATP-dependent ABC transporter
proteins, which share sequence homology with members
of the helicase family at the ATP binding site [31], indicat-
ing that many ATP-dependent processes may be targeted
by early viral replication steps, not only as a means to
facilitate viral RNA transport but also as a mechanism to
shut off or divert cellular functions requiring ATP
hydrolysis.
Our findings that several DEAD box protein genes are
upregulated during HIV replication lend support to the
published finding that two cellular DEAD-box proteins,
including one (DDX3) that was identified in a broad-
based screen for differentially expressed genes [7], may be
important mediators for Rev-mediated RNA export. Our
data also show that several other RNA binding proteins
are differentially regulated during HIV-1 replication, sug-
gesting that there may be a general involvement of these
classes of genes in the HIV replication cycle, that the
involvement is not limited only to DDX3 and DDX1. The
additional DEAD box family members and other proteins
involved in RNA metabolism may be interesting candi-
dates for further mechanistic studies on HIV replication.
For example, EIF4G1 has been shown to interact with
CBP80 (NCBP1) [32], as well as with EIF4A [33], an RNA
helicase with a DEAD-box motif in its sequence. The bind-
ing of EIF4G1 to EIF4A is essential for the proper function
of EIF4A as an RNA helicase [34]. In our study, genes
encoding EIF4G1 and CBP80 were differentially expressed
during early lytic replication. Further study of the interac-
tions of EIF4G1, CBP80 and EIF4A1 may thus be impor-
tant in elucidating Rev function and viral RNA export, as
well as the synthesis of viral proteins. While some of the
differentially expressed DEAD box proteins, beyond
DDX1 and DDX3, may play a part in Rev-dependent viral
RNA export from the nucleus, it is also possible that the
broad induction of the expression of DEAD box protein-
encoding genes and genes encoding other RNA binding
factors may indicate that such gene products are involved
in other aspects of HIV replication. These aspects of HIV
replication could involve activities in which the DEAD
box proteins have already been implicated, such as tran-
scription, spliceosome assembly, and translation.
In our recent publication [9], we showed that several host
cell genes were differentially expressed in latently infected
cell lines, even before induction of the integrated virus
into active replication. In an approach analogous to our
hypotheses concerning the involvement of cellular genes
in active viral replication, we showed that targeting the
products of some cellular genes differentially expressed in
the latently infected cells could activate viral replication,
ejecting the virus from latency. In our examination of the
DEAD box proteins, we noted that two genes encoding
DEAD box proteins, DDX18, a DEAD-box protein
induced by Myc and Max [35] and DDX39, (or URH49),
a DEAD-box protein induced by growth stimulation or
protein synthesis inhibition thought to be involved in
splicing and nuclear export, with homology to the yeast
Sub2p protein [36], were differentially expressed during
viral latency (DDX39, DDX18) and at early times
(DDX18) after induction into active replication. Since
some DEAD box proteins are important for viral RNA
nuclear export and active viral replication, it may be rea-
sonable to consider that other members of this family
could have natural inhibitory activity for HIV replication,
such as that seen with mutated DDX3 proteins [7].
Accordingly, certain DEAD box proteins may have roles in
maintaining HIV latency. If this reasoning is correct, then
the selective targeting of such DEAD box factors might
offer another means of ending HIV latency and for deplet-
ing latent HIV reservoirs. The DEAD box proteins and
other RNA helicases may therefore represent important
cellular factors that can be manipulated to alter viral rep-
lication in several therapeutically useful ways.
Cellular genes may be differentially expressed during viral
replication for many different reasons. Differential expres-
sion of cellular genes may conceivably occur because of
viral actions on the host cell designed to optimize the cell
for viral replication, because of cellular responses to infec-
tion aimed at inhibiting viral infection, or may be funda-
mentally unrelated to key aspects of viral replication.
However, the findings that several DEAD box protein
genes are differentially expressed during HIV replication,
together with the recently published observations that
two DEAD box genes, DDX3 and DDX1, exhibit differen-
tial expression during HIV replication and have important
functions in HIV replication lend additional credence to
the hypothesis that a careful, large scale study of differen-
tially expressed cellular genes can provide insights intoRetrovirology 2004, 1:42 http://www.retrovirology.com/content/1/1/42
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host cell factors involved in viral replication and patho-
genesis. Future studies may reveal additional human co-
factors for HIV replication. These cellular co-factors many
represent important new therapeutic targets.
Competing Interests
The authors declare that there are no competing interests.
Authors' Contributions
VK designed and performed the experimental work and
the data analysis. SZ directed and coordinated the study
and participated in the data analysis. VK and SZ wrote the
manuscript.
Acknowledgements
We thank Michael Lu for his help and Richard Simon for his generous advice 
concerning the statistical analyses.
References
1. Rocak S, Linder P: DEAD-box proteins: the driving forces
behind RNA metabolism. Nat Rev Mol Cell Biol 2004, 5:232-241.
2. Lorsch JR: RNA chaperones exist and DEAD box proteins get
a life. Cell 2002, 109:797-800.
3. Chang DD, Sharp PA: Regulation by HIV depends upon recog-
nition of splice sites. Cell 1989, 59:789-795.
4. Malim MH, Hauber J, Le SY, Maizel JV, Cullen BR: The HIV rev
transactivator acts through a structured target sequence to
activate nuclear export of unspliced viral mRNA. Nature 1989,
338:254-257.
5. Zapp ML, Green MR: Sequence-specific RNA binding by the
HIV-1 Rev protein. Nature 1989, 342:714-716.
6. Dayton AI: Within you, without you: HIV-1 Rev and RNA
export. Retrovirology 2004, 1:35.
7. Yedavalli VS, Neuveut C, Chi YH, Kleiman L, Jeang KT: Require-
ment of DDX3 DEAD box RNA helicase for HIV-1 Rev-RRE
export function. Cell 2004, 119:381-392.
8. Fang J, Kubota S, Yang B, Zhou N, Zhang H, Godbout R, Pomerantz
RJ: A DEAD box protein facilitates HIV-1 replication as a cel-
lular co-factor of Rev. Virology 2004, 330:471-480.
9. Krishnan V, Zeichner SL: Host cell gene expression during
human immunodeficiency virus type 1 latency and reactiva-
tion and effects of targeting genes that are differentially
expressed in viral latency. J Virol 2004, 78:9458-9473.
10. Bogerd HP, Fridell RA, Madore S, Cullen BR: Identification of a
novel cellular cofactor for the Rev/Rex class of retroviral reg-
ulatory proteins. Cell 1995, 82:485-494.
11. Askjaer P, Jensen TH, Nilsson J, Englmeier L, Kjems J: The specificity
of the CRM1-Rev nuclear export signal interaction is medi-
ated by RanGTP. J Biol Chem 1998, 273:33414-33422.
12. Kellam P, Holzerlandt R, Gramoustianou E, Jenner R, Kwan A: Viral
bioinformatics: computational views of host and pathogen.
Novartis Found Symp 2003, 254:234-47; discussion 247-52.
13. DeFilippis V, Raggo C, Moses A, Fruh K: Functional genomics in
virology and antiviral drug discovery. Trends Biotechnol 2003,
21:452-457.
14. Corbeil J, Sheeter D, Genini D, Rought S, Leoni L, Du P, Ferguson M,
Masys DR, Welsh JB, Fink JL, Sasik R, Huang D, Drenkow J, Richman
DD, Gingeras T: Temporal gene regulation during HIV-1 infec-
tion of human CD4+ T cells. Genome Res 2001, 11:1198-1204.
15. Geiss GK, Bumgarner RE, An MC, Agy MB, van 't Wout AB, Ham-
mersmark E, Carter VS, Upchurch D, Mullins JI, Katze MG: Large-
scale monitoring of host cell gene expression during HIV-1
infection using cDNA microarrays. Virology 2000, 266:8-16.
16. van 't Wout AB, Lehrman GK, Mikheeva SA, O'Keeffe GC, Katze MG,
Bumgarner RE, Geiss GK, Mullins JI: Cellular gene expression
upon human immunodeficiency virus type 1 infection of
CD4(+)-T-cell lines. J Virol 2003, 77:1392-1402.
17. Yang X, Gabuzda D: Regulation of human immunodeficiency
virus type 1 infectivity by the ERK mitogen-activated protein
kinase signaling pathway. J Virol 1999, 73:3460-3466.
18. Agbottah E, de la Fuente C, Nekhai S, Barnett A, Gianella-Borradori
A, Pumfery A, Kashanchi F: Antiviral activity of CYC202 in HIV-
1 infected cells. J Biol Chem 2004, in press:.
19. Jenner RG, Maillard K, Cattini N, Weiss RA, Boshoff C, Wooster R,
Kellam P: Kaposi's sarcoma-associated herpesvirus-infected
primary effusion lymphoma has a plasma cell gene expres-
sion profile. Proc Natl Acad Sci U S A 2003, 100:10399-10404.
20. Moses AV, Jarvis MA, Raggo C, Bell YC, Ruhl R, Luukkonen BG, Grif-
fith DJ, Wait CL, Druker BJ, Heinrich MC, Nelson JA, Fruh K:
Kaposi's sarcoma-associated herpesvirus-induced upregula-
tion of the c-kit proto-oncogene, as identified by gene
expression profiling, is essential for the transformation of
endothelial cells. J Virol 2002, 76:8383-8399.
21. Ashburner M, Ball CA, Blake JA, Botstein D, Butler H, Cherry JM,
Davis AP, Dolinski K, Dwight SS, Eppig JT, Harris MA, Hill DP, Issel-
Tarver L, Kasarskis A, Lewis S, Matese JC, Richardson JE, Ringwald M,
Rubin GM, Sherlock G: Gene ontology: tool for the unification
of biology. The Gene Ontology Consortium. Nat Genet 2000,
25:25-29.
22. Savitsky K, Ziv Y, Bar-Shira A, Gilad S, Tagle DA, Smith S, Uziel T, Sfez
S, Nahmias J, Sartiel A, Eddy RL, Shows TB, Collins FS, Shiloh Y, Rot-
man G: A human gene (DDX10) encoding a putative DEAD-
box RNA helicase at 11q22-q23. Genomics 1996, 33:199-206.
23. Arai Y, Hosoda F, Kobayashi H, Arai K, Hayashi Y, Kamada N, Kaneko
Y, Ohki M: The inv(11)(p15q22) chromosome translocation of
de novo and therapy-related myeloid malignancies results in
fusion of the nucleoporin gene, NUP98, with the putative
RNA helicase gene, DDX10. Blood 1997, 89:3936-3944.
24. Flores-Rozas H, Hurwitz J: Characterization of a new RNA hel-
icase from nuclear extracts of HeLa cells which translocates
in the 5' to 3' direction. J Biol Chem 1993, 268:21372-21383.
25. Teigelkamp S, Mundt C, Achsel T, Will CL, Luhrmann R: The human
U5 snRNP-specific 100-kD protein is an RS domain-contain-
ing, putative RNA helicase with significant homology to the
yeast splicing factor Prp28p. Rna 1997, 3:1313-1326.
26. Stanchi F, Bertocco E, Toppo S, Dioguardi R, Simionati B, Cannata N,
Zimbello R, Lanfranchi G, Valle G: Characterization of 16 novel
human genes showing high similarity to yeast sequences.
Yeast 2001, 18:69-80.
27. Yan R, Rychlik W, Etchison D, Rhoads RE: Amino acid sequence
of the human protein synthesis initiation factor eIF-4
gamma. J Biol Chem 1992, 267:23226-23231.
28. Kataoka N, Ohno M, Kangawa K, Tokoro Y, Shimura Y: Cloning of
a complementary DNA encoding an 80 kilodalton nuclear
cap binding protein. Nucleic Acids Res 1994, 22:3861-3865.
29. Muchardt C, Yaniv M: A human homologue of Saccharomyces
cerevisiae SNF2/SWI2 and Drosophila brm genes potenti-
ates transcriptional activation by the glucocorticoid
receptor. Embo J 1993, 12:4279-4290.
30. Ichinose H, Garnier JM, Chambon P, Losson R: Ligand-dependent
interaction between the estrogen receptor and the human
homologues of SWI2/SNF2. Gene 1997, 188:95-100.
31. Geourjon C, Orelle C, Steinfels E, Blanchet C, Deleage G, Di Pietro
A, Jault JM: A common mechanism for ATP hydrolysis in ABC
transporter and helicase superfamilies. Trends Biochem Sci 2001,
26:539-544.
32. Lejeune F, Ranganathan AC, Maquat LE: eIF4G is required for the
pioneer round of translation in mammalian cells. Nat Struct
Mol Biol 2004, 11:992-1000.
33. Gingras AC, Raught B, Sonenberg N: eIF4 initiation factors: effec-
tors of mRNA recruitment to ribosomes and regulators of
translation. Annu Rev Biochem 1999, 68:913-963.
34. Rogers GWJ, Komar AA, Merrick WC: eIF4A: the godfather of
the DEAD box helicases.  Prog Nucleic Acid Res Mol Biol 2002,
72:307-331.
35. Grandori C, Mac J, Siebelt F, Ayer DE, Eisenman RN: Myc-Max het-
erodimers activate a DEAD box gene and interact with mul-
tiple E box-related sites in vivo. Embo J 1996, 15:4344-4357.
36. Pryor A, Tung L, Yang Z, Kapadia F, Chang TH, Johnson LF: Growth-
regulated expression and G0-specific turnover of the mRNA
that encodes URH49, a mammalian DExH/D box protein
that is highly related to the mRNA export protein UAP56.
Nucleic Acids Res 2004, 32:1857-1865.